ABSTRACT Here, we report the genome sequence of the oleaginous yeast Yarrowia lipolytica H222. De novo genome assembly shows three main chromosomal rearrangements compared to that of strain E150/CLIB122. This genomic resource will help integrate intraspecies diversity into synthetic biology projects that utilize Yarrowia as a biotechnological chassis for value-added chemical productions.
submitted by Patrice Lubuta's laboratory). However, the assembly is probably incorrect, since it is completely colinear to the genome of E150/CLIB122 (1), even though large differences have been observed in their karyotypes (20) . In our assembly, we found two major reciprocal translocations compared to E150 chromosomes, involving scaffolds H222S03/S06 and H222S04/S08, and a large inversion of 300 kb in H222S01 compared to chromosome YALI0E of E150. This explains the observed chromosome size differences and shows that chromosomal rearrangements occurred in Y. lipolytica. Consequently, de novo assembly should be preferred over reference-assisted scaffolding for this species.
Data availability. The draft genome sequence of Yarrowia lipolytica strain H222 has been deposited in DDBJ/ENA/GenBank under the accession number GCA_900537225. The version described in this paper is the first version. The accession number for the project is PRJEB28424, and for the reads, ERR2767096 (PE), ERR2767094 (MP), and ERR2767095 (MP). The accession numbers of the 17 scaffolds are UTQH01000001 to UTQH01000017. Genome sequences and annotations are also available at the GRYC server (http://gryc.inra.fr).
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